Background: Epigenome-wide association studies (EWAS) have identified DNA methylation loci involved in adiposity. However, EWAS on adiposity in sub-Saharan Africans are lacking despite the high burden of adiposity among African populations. We undertook an EWAS for anthropometric indices of adiposity among Ghanaians aiming to identify DNA methylation loci that are significantly associated. Methods: The Illumina 450k DNA methylation array was used to profile DNA methylation in whole blood samples of 547 Ghanaians from the Research on Obesity and Diabetes among African Migrants (RODAM) study. Differentially methylated positions (DMPs) and differentially methylation regions (DMRs) were identified for BMI and obesity (BMI ≥ 30 kg/m
Background
Adiposity is a major risk factor for non-communicable diseases such as cardiovascular disease and type 2 diabetes [1] . It is more prevalent among African residents in Europe compared with the European host population, in particular among women [2] . Furthermore, both obesity (body mass index (BMI) ≥ 30 kg/m 2 ) and abdominal obesity (waist circumference (WC) ≥ 88 cm for women and ≥ 102 cm for men) prevalence have been shown to be much higher in African populations resident in Europe compared with their compatriots in urban and rural Africa. In rural Ghana, the obesity and abdominal obesity prevalence were respectively 5.4 and 19.3% compared with 25.7 and 42.4% in urban Ghana, and 35.6 and 50.5% among Ghanaians resident in Europe [3] .
Adiposity results from a wide range of underlying risk factors, including genetic and environmental factors. Genome-wide association studies (GWAS) have identified many genetic risk variants associated with obesity and/or BMI [4] . However, these loci only account for a few percent of variation in BMI [4] . The explained heritability is thought to be low due to a strong effect of environment and lifestyle on BMI [5] . This strong environmental effect is thought to be the "obesogenic" environment, i.e. an environment that predisposes to obesity on a large scale. The obesogenic environment comprises multiple layers such as household, neighbourhood, city and country level [6] . For example, obesogenic attributes on a country level include food availability and exposure to food advertisements. BMI heritability has been shown to be lower in countries with relatively few obesogenic attributes (partly from lower gross domestic product and consumption), as is still the case in many low-and middle-income countries [7] .
An important product of gene-environmental interaction is thought to involve epigenetic mechanisms [8] . Epigenetics comprises cellular mechanisms that regulate gene expression, such as chromatin remodelling, histone modifications and DNA methylation [9] . The latter involves the binding of methyl groups to CpG dinucleotides in the DNA and is the most frequent studied epigenetic mechanism. DNA methylation can be influenced by environmental exposures such as climate [10] and by health-related behaviours such as smoking, diet and physical activity [9] . Hence, epigenetics is a means by which genes and environment can interact. Epigenetic modifications, such as DNA methylation changes, can therefore be a consequence of environment, a consequence of genetics or a consequence of both. A defining feature of epigenetics is that it is reversible [10] and could therefore provide potential targets for prevention and intervention. Epigenome-wide association studies (EWAS) have identified epigenetic loci potentially involved in adiposity [11] [12] [13] [14] [15] [16] [17] [18] . Despite the increased risk of African ancestry populations for adiposity, only two previous EWAS on adiposity have been conducted in such populations, and these studies were conducted in African Americans [14, 18] . However, African American populations differ from sub-Saharan Africans in environment as well as in genetics (they are an African-European genetically admixed population) [19] . To the best of our knowledge, there are no data on epigenetics in relation to adiposity among sub-Saharan Africans.
In the present study, we aimed to identify epigenetic loci associated with generalized obesity as indicated by BMI and abdominal obesity as indicated by waist circumference (WC), among Ghanaians using the Human Methylation 450K platform of Illumina.
Methods

Study population
The present analysis is based on the Research on Obesity and Diabetes among African Migrants (RODAM) study, of which the study design and data collection are described in detail elsewhere [3, 20] . In brief, the RODAM study collected data between 2012 and 2015 on a relatively homogenous population of sub-Saharan Africans, i.e. Ghanaians. In total, 6385 Ghanaians were recruited from rural Ghana (15 villages in Ashanti region), urban Ghana (Kumasi and Obuasi), London, Amsterdam and Berlin. From the total RODAM study population, a subset of 736 individuals was selected with a BMI range from 15.8 to 51.8 kg/m 2 . For the current analyses, individuals who self-reported having type 2 diabetes (n = 128) were excluded. These individuals are more likely to have engaged in weight loss activities because the standard of care and clinical guidelines for type 2 diabetes at the study sites include dietary and exercise intervention both in Ghana [21] and Europe [22] . After additional exclusions (as described below and in the Additional file 1), the final sample size for this analysis was 547. This sample size has over 80% power to detect a 6% difference in methylation with epigenome wide significance between those with generalized obesity (BMI ≥ 30 kg/m 2 ) and those without (BMI < 30 kg/m 2 ) and an 8% difference in methylation between those with abdominal obesity and those without [23] .
Phenotypic measurements
Information on demographics and self-reported health were collected by self-or interviewer-administered questionnaire. Participants were physically examined, including measurements of weight, height and WC. Height (SECA 217 stadiometer) and weight (SECA 877 scale) were measured in light clothing, and BMI was calculated as weight/height 2 (kg/m 2 ). WC was measured in light clothing at the level midway between the lower rib margin and the iliac crest. Both generalized adiposity and abdominal adiposity were examined. Generalized adiposity was defined by BMI as this is the most wide-spread measure used to assess generalized adiposity. To facilitate interpretation for clinical practice, BMI was dichotomised into a binary generalized adiposity measure-obesity-defined as a BMI of ≥ 30.0 kg/m 2 according to the World Health Organization (WHO) definition [24] . WC was used as measure for abdominal obesity and was dichotomised following WHO recommendations, i.e. abdominal obesity is WC ≥ 88 cm for women and ≥ 102 cm for men [25] .
DNA profiling, processing and quality control
Fasting blood samples were collected by trained research assistants and shipped to Source Bioscience Nottingham for DNA extraction, genotyping and DNA methylation profiling.
Bisulfite treatment of DNA (Zymo EZ DNA MethylationTM kit) was used to deaminate unmethylated cytosine to produce uracil in DNA conform manufacturer's protocol. The converted DNA was amplified and hybridized on the Illumina Human Methylation 450K array which quantifies DNA methylation levels of approximately 485,000 CpG sites. The samples were divided over eight bisulfite conversion and hybridization batches. Raw 450K data were processed for primary quality control using the statistical software platform "R" (version 3.2.2) and the MethylAid package (version 1.4.0). An overview of R packages used can be found in Additional file 1: Table S1 . MethylAid detects poor-quality samples using sampledependent and sample-independent control CpG sites present on the 450K array itself [26] . MethylAid threshold values included methylated and unmethylated intensities of 10.5, overall quality control of 11.75, bisulfite control of 12.75, hybridization control of 12.50 and a detection p value of 0.95. Based on these thresholds, 12 samples were considered outliers (Additional file 1: Figure S1 -B).
To check for potential population stratification, principal component analysis (PCA) was done using PLINK 1.9 [27] on genotypes obtained from the African Diaspora Power Chip (ADPC). Evaluation of the scree plot (Additional file 1: Figure S1 -A) combined with formal testing for significant PCs using the minimum average partial test [28] revealed only PC 1 as a significant PC. This first PC was included in the genome-wide epigenetic association models to adjust for possible residual population stratification. Although PC 2 and PC 3 accounted for moderate amounts of the total variance, the addition of PC 2 and PC 3 in association models did not further improve or significantly alter our results. Therefore, PC 2 and PC 3 were not included in our final models (data not shown). Genotyping data (not reported here) revealed eight samples with a sex discordance compared with the phenotype data that were subsequently excluded.
Functional normalization was applied using the "R" minfi package to normalize raw 450K data. PCA on the normalized 450K dataset annotated for sex, recruitment site, self-reported ethnic group within Ghana, bisulfite batch, hybridization batch and array position revealed three additional gender-discordant samples and some stratification on array position. No other outliers were observed in the epigenetics PCA. Sex-discordant samples detected by genetic and/or epigenetic analyses were removed. All nonspecific CpG sites were removed [29] as well as CpG sites located on chromosomes X and Y. Removal of these CpG sites resulted in a set of 429,459 CpG sites which were used to identify differentially methylated positions (DMPs) and differentially methylated regions (DMRs) in linear regression analysis as described below.
Cell composition of whole blood samples is a source of variability in DNA methylation and has thereby the potential to cause confounding [30] . We therefore estimated cell distributions using the method proposed by Houseman et al. [31] with the reference population as proposed by Reinius et al. [32] and included estimated cell type distributions as covariate in the analyses. Additional file 1: Figure S1 -C shows the correlation between the blood cell distribution estimates and PC 1 to 8 of the EWAS. Although observed correlations between cell type estimates and any PC (Additional file 1: Figure S1 -C) were weak, cell distributions were added to the models as covariate because cell distribution bias remains likely to be present according to previous reports [31, 33] . The weak correlation between cell type estimates and the PCs is likely to be due to presence of other, stronger, confounding factors affecting both the CpGs involved in cell non-mediated and mediated processes. Additional file 1: Figure S1 -D shows the correlation between the other covariates and principal component 1 to 8 of the PCA performed on the normalized 450K data. Since previous reports have shown a potential link between blood cell distribution and adiposity parameters [34] , we performed multicollinearity analyses. These analyses showed a tolerance statistic and a variance inflation factor (VIF) of both 1.0. We have therefore no indication for multicollinearity between cell distribution estimates and adiposity indices.
Statistical analysis Differentially methylated positions
Linear regression analyses were performed in "R" with the minfi package using DNA methylation levels as dependent variable to identify DMPs for BMI and WC, as well as for obesity and abdominal obesity. Age, sex, recruitment site, estimated cell distributions, technical effects (hybridization batch and array position) and the first principal component from genotyping data were included as covariates. Model fitting was evaluated using QQ-plots (Additional file 1: Figure S2 ). In GWAS, results are generally corrected for (genomic) inflation. In order to address inflation of our analyses, we applied the recently reported EWAS method by Iterson et al. [35] (Additional file 1: File S3). False discovery rate (FDR) adjustment was used to adjust for multiple testing. A FDR of 0.05 was considered epigenome-wide significant. DMPs identified in relation to obesity and abdominal obesity were subsequently included in logistic regression models to assess the odds for obesity and abdominal obesity per 1% increase in DNA methylation of respective DMPs. The Nagelkerke's R-squared statistic from the logistic regression models with and without covariates was used to calculate trait variance explained by a locus. The region around these DMPs was visualized using the coMET "R" package [36] .
For all DMP analyses, M values were calculated as the log2 ratio of the intensities of methylated CpG site versus unmethylated CpG site. Significant differences were determined based on M values instead of beta values as is recommended by Du et al. [37] . Corresponding beta values were reported to facilitate biological interpretation [37] .
Differentially methylated regions
To find DMRs, we fitted similar models to DMP analyses using the bumphunter function in the minfi package [38] . We calculated the DMRs with the methylation cut-off of 0.015 (corresponding to 1.5% difference in beta values) for obesity and abdominal obesity and with cutoff 0.0015 and 0.0005 for BMI and WC, respectively. The DMR methylation cut-offs were optimized based on observed effect sizes and significance levels in a volcano plot. Estimates were done using bootstrap with 500 permutations. We defined a DMR as three or more CpG sites within one cluster. Multiple testing adjustment was performed using family-wise error rate (FWER). We filtered CpG sites with FWER < 0.2.
Replication of loci reported in non-African populations
Previously reported loci for multiple anthropometric indices for adiposity were identified through a literature search. PUBMED was systematically searched in April 2016 for all papers on DNA methylation and adiposity published between January 2013 and April 2016. The search included keywords and MeSH terms on obesity, BMI, abdominal obesity, WC, DNA methylation and for exclusion keywords on animal models (Additional file 1: File S4). The search resulted in 498 hits (Additional file 1: Figure S4 ). Titles and abstracts were considered eligible when written in English, the reported outcome was related to obesity, sample size was at least 10 and data were derived from humans or human cell lines. Title and abstract screening was performed independently by two co-authors (PH and KM). All conflicts were discussed and resolved before proceeding to the next stage. Abstract screening resulted in 52 articles for full-text screening and data extraction. Twenty-six papers were excluded because their full texts did not report self-generated results, found no significant associations or the studies were not directly related to adiposity outcomes. For each study reporting candidate CpG sites (n = 26), the following data were extracted: authors, year of publication, ethnicity, sample size, tissue, candidate gene, analysis technique, chromosome, position, candidate CpG site, hypo-or hyper-methylation and trait. After removal of duplicates, 1027 unique 450k array CpG sites remained (Additional file 1: File S5).
Pathway enrichment analysis
Pathway analyses were performed using the "WEB-based GEneSeT AnaLysis Toolkit" (WebGestalt) (www.webges talt.org). We used the tool to evaluate Biological Process, Cellular Component and Molecular Function pathways from the GO terms for the top 100 of the BMI and WC analyses separately. The following settings were applied: GO database, hsapiens_gene_symbol, hypergeometric statistical method, FDR multiple test adjustment, significance level q < 0.05, minimum number of genes for category = 4.
Results
Participant characteristics
The 547 individuals in the analyses had a mean BMI of 26.7 kg/m 2 (95% CI 26.2-27.2) and a mean WC of 90.3 cm (95% CI 89.3-91.4) ( Table 1 ). The analysis included 290 individuals with obesity and 257 without obesity. By WC criteria, 422 participants had abdominal obesity and 164 had normal WC. Those with and without obesity were similar in age and had a similar distribution of men and women. Those with abdominal obesity were similar in age as compared with those without but were more often female. Blood cell distribution estimates did not differ between those with and without obesity and abdominal obesity.
Differentially methylated positions
Eighteen DMPs were found associated with BMI as a continuous variable (Table 2 and Additional file 1: Figure S6 ). In contrast, only three DMPs-cg00574958, cg07839457 and cg20399616-, annotated to genes CPT1A, NLRC5 and BCAT1, respectively, were significantly differentially methylated in those with obesity compared with those without (Table 2 and Fig. 1 ). The majority of DMPs (15 out of 18) were hyper-methylated for higher BMIs. Hypo-methylated DMPs for higher BMI were annotated to genes CPT1A, BCAT1 and HTRA1. The DMPs annotated to CPT1A and BCAT1 were also significantly hypo-methylated in those with obesity compared with those without. Twenty-three DMPs were associated with WC of which the majority was hyper-methylated in relation to a higher WC (Table 3 and Additional file 1: Figure S7 ). Figure 2 shows the overlap in DMPs for BMI, WC, obesity and abdominal obesity. The direction of effect for these DMPs was consistent between adiposity indices. The odds for the obesity were 0.85, 1.04 and 0.94 for the DMPs annotated to genes CPT1A, NLRC5 and BCAT1, respectively ( Table 4 ). The DMP annotated to gene CPT1A, which was significantly hypo-methylated in individuals with obesity, was also significantly hypo-methylated in individuals with abdominal obesity compared with those without (Table 3 and Additional file 1: Figure S8) , with similar odds (OR = 0.84, 95% CI 0.79-0.90) for abdominal obesity as for obesity (Table 4) . Implementation of the BACON method for reducing inflation (Additional file 1: File S3) did in general not result in a decrease of observed inflation (Additional file 1: Figure S3 ). In addition, the inflation-uncorrected and inflation-corrected FDR adjusted p values did not differ substantially, i.e. the observed genome-wide significant DMPs remained the same (Additional file 1: Table S3-A and Table S3 -B). The DMPs annotated to genes CPT1A, NLRC5 and BCAT1, which were associated with three out of four anthropometric indices studied, combined attributed to 7.6% of the variance on obesity. 6.1% of variation in obesity was attributable to CPT1A alone and 5.6% for abdominal obesity (Table 4) . Figures 3, 4 and 5 visualize the region around the DMPs annotated to CPT1A, NLRC5 and BCAT1. Adjustment for energy intake and physical activity did not substantially alter the results (Additional file 1: File S9).
The DMPs cg07839457 (NLRC5) and cg20399616 (BCAT1) have not previously been reported to be associated with adiposity. Therefore, we evaluated these novel CpG sites by checking previously published EWAS for adiposity for having reported these loci. A reported nominal p value of < 0.05 at similar direction of effect was considered as significant. We found that cg07839457 (NLRC5) was significantly associated with adiposity in Europeans in visceral adipose tissue (p = 2.00E − 04) but not in subcutaneous adipose tissue (p = 1) [39] . Both loci were previously reported in an Arab population but neither cg07839457 (p = 1.32E − 01) nor cg20399616 (BCAT1) (p = 5.39E − 01) were significantly associated with adiposity in that study [15] . The 15 other EWAS included in the systematic literature search (Additional file 1: File S4) did not report cg07839457 (NLRC5) nor cg20399616 (BCAT1).
Differentially methylated regions
One DMR was identified overlapping between obesity (FWER = 0.112) and abdominal obesity (FWER = 0.198) (Additional file 1: Figure S10 and Figure S11 ). This DMR was annotated to chromosome 17 near gene MIR4520A. This region contained five CpG sites of the 450k array (cg13207180, cg24686902, cg08103988, cg21358336, cg08750459) for obesity and four CpG sites (cg24686902, cg08103988, cg21358336, cg08750 459) for abdominal obesity; none of which were significantly associated with any of the anthropometric indices in DMP analyses (FDR ranged between 0.71 and 0.91). A third DMR was associated with obesity only (FWER = 0.124). It contained 13 CpG sites and was annotated to be near gene RNF39 (Additional file 1: Figure S12 ). 
Replicated differentially methylated positions reported by previous EWAS
In replication analysis on a subset of 1027 previously reported 450k CpG sites associated with adiposity, we found 15 DMPs associated with BMI at FDR < 0.05 (Table 5 ). Seven of these (cg00574958, cg25178683, cg04927537, cg10927968, cg11024682, cg15871086, cg06500161) were significantly associated with obesity as well (Table 5) . DMP cg00574958 annotated to the 5′ untranslated region of gene CPT1A, and DMPs cg25178683 and cg04927537 both annotated to the transcription start site of gene LGALS3BP, overlapped with the DMPs found in the main epigenome-wide analysis. These DMPs were directionally consistent with the main epigenome-wide analysis. Using a similar approach, we found ten DMPs associated with WC and six with abdominal obesity in the subset of CpG sites from literature ( Table 6 ). The previously mentioned DMPs on CPT1A and LGALS3BP (cg00574958, cg25178683, cg04927537) were among these six loci and showed directionally consistency with the DMPs found in relation to BMI and obesity. Previous EWAS have reported cg00574958 (CPT1A) in association with both BMI and WC in Arab, European and AfricanAmerican populations [14] [15] [16] 40] while DMPs cg04927537 and cg25178683 (LGALS3BP) were reported in association with BMI and WC in Arab and African American [14, 15] .
Replicated differentially methylated regions reported in non-African populations
None of the EWAS selected through our systematic literature search identified DMRs using similar methods. One study identified regions based on mean methylation index of CpG sites within a predefined region [41] . These five regions did not overlap with the DMRs identified in the present study. 
Pathway analyses
Pathway analyses resulted in 67 enriched GO categories in relation to BMI and 61 in relation to WC. Twenty-six of these BMI GO categories contained either one or more DMPs associated with BMI and obesity (Additional file 1: Table S13-A). Pathways were mostly involved in immune function, cell signalling and regulation. Out of the WC pathways, five pathways contained the DMP annotated to gene CPT1A associated with WC and abdominal obesity (Additional file 1: Table S13-B). These pathways were related to peptide transport and regulation.
Discussion
In the present study, we report the first EWAS for adiposity among sub-Saharan Africans using a sample of Ghanaians from the RODAM study. We found DMP cg00574958 annotated to gene CPT1A to be significantly associated with BMI, WC, obesity and abdominal obesity.
DMPs cg07839457 and cg20399616, annotated to genes NLRC5 and BCAT1, respectively, were associated with BMI, WC and obesity but not with abdominal obesity. These two DMPs are novel adiposity loci as they have not previously been reported in any EWAS for adiposity. Direct measurement of adiposity, for example by computed tomography, is rarely feasible in the field epidemiological studies. Therefore, we evaluated two commonly used epidemiological indicators of adiposity, namely BMI and WC both continuous and dichotomised. BMI is an index for generalized adiposity or overall body size and is most widely used. WC is thought to better capture the metabolic complications of adiposity [42] . WC has been found to correlate well with abdominal imaging [43] and is associated with metabolic diseases such as type 2 diabetes [44] . Fourteen of the 41 DMPs (34%) overlapped between BMI and WC (Fig. 2) and were directionally consistent. This is considerably lower than the 74% DMP overlap between BMI and WC previously reported in African Americans [14] . A possible explanation for this discrepancy is that BMI and WC identify different individuals at risk in our Ghanaian population as is shown by the fact that there were 132 more with abdominal obesity than with general adiposity in this study sample. Previous studies have shown differences in fat distribution between African descent and European populations characterized by less abdominal fat in Africans [45] . A previous study in Ghanaians found poor discriminative ability of BMI for type 2 diabetes compared with indices for abdominal obesity [46] . Potentially, increases in WC are more pronounced in this population than increases in BMI, which might underlie the high type 2 diabetes burden in this population [3] . Our finding that in Ghanaians, the DMP annotated to gene CPT1A was associated strongly with abdominal obesity suggests the need to explore the role of CPT1A variation in DNA methylation related to increases in WC and increased risk for type 2 diabetes.
CPT1A, or carnitine palmitoyltransferase 1A, has been reported in relation to BMI, obesity and weight gain in both GWAS and EWAS of multiple populations [14] [15] [16] . The DMP cg00574958 is annotated to the 5′ untranslated region, a region important in regulation, of the CPT1A gene. The CPT1A gene codes for the carnitine palmitoyltransferase 1 enzyme, which is crucial in fatty acid betaoxidation [47] . Beta oxidation is a catabolic process in fatty acid metabolism. We observed hypo-methylation at cg00574958 for higher BMI and WC. A previous study has shown that higher DNA methylation at cg00574958 correlated negatively with CPT1A expression in blood [48] . Hypo-methylation at cg00574958 could thus be involved in increased expression of CPT1A and subsequent increased enzyme production. This suggests more beta oxidation is taking place in those with more adiposity. Hypo-methylation at cg00574958 could be the result of the high fat mass which requires a more active fatty acid metabolism. This is in line with previous studies that have reported modifications in DNA methylation as a result of changes in lipid metabolism due to adiposity rather than as a cause [49] . In our study population, CPT1A attributed to 6.1% of the variance in obesity and 5.6% of the variance in abdominal obesity.
NLRC5 (NLR family CARD domain containing 5) and BCAT1 (branched chain amino acid transaminase 1) are novel adiposity candidate loci as they have not been reported in previous EWAS. In pathway analyses (Additional file 1: Table S13-A and S13-B), we found that NLR5 is involved in multiple immune response pathways. The NLRC5 gene regulates the expression of major histocompatibility complex (MHC) class I genes [50] . MHC class I molecules play an important role in immune function, in particular in the activation of CD8+ T cells against viral infections. CD8+ T cells also play an essential role in onset of adipose tissue inflammation [51] . Other studies have shown that NLRC5 can be upregulated in response to inflammatory stimulation [52] . Excess adipose tissue has regularly been associated with induced inflammation [53] . DMP cg07839457 located 1.5 kb upstream of the transcription start site (TSS) of NLRC5 was found in our study to be hyper-methylated for higher BMI and WC, and 7.1% hyper-methylated in those with obesity compared with those without (Tables 2 and 3 ). Hypermethylation of TSS regions is in general associated with long-term silencing [54] which could imply lower expression of NLRC5 gene in adiposity. Functional studies are needed to investigate the role of the NLRC gene in adiposity among sub-Saharan Africans.
DMP cg20399616 annotated to gene BCAT1 was hypomethylated in relation to BMI, WC and obesity. BCAT1 encodes for a protein that catalyses catabolism of amino acids [55] . This gene has shown very low methylation levels in blood in patients with colorectal cancer [56] and is being explored to be used as biomarker in colorectal cancer assays [57] . BCAT1 has also been found hypomethylated in other cancer types such as ovarian cancer [58] . The relative risk of several types of cancer has been found higher in obese compared with non-obese [59] . Our data suggest that this could potentially be mediated by DNA methylation variations caused by adiposity. Little is known about the translatability of EWAS findings among Europeans to sub-Saharan Africans. The few EWAS conducted in non-European populations identified novel loci involved in adiposity in African Americans and Arabs [14, 15, 18] . These studies found transferability between European and other populations to be relatively low. Out of 47 EWAS associations reported in Europeans, seven were replicated in Arab populations and showed heterogeneity in effects between both populations for all loci except CPT1A [15] . Transferability of findings among African Americans to Europeans was somewhat higher: 62% of epigenome-wide DMPs in African Americans were replicated in Europeans [14] . The top DMPs in replication again included CPT1A. In the present study, we found transferability with BMI for 15 previously reported DMPs and with WC for 10 previously reported DMPs on adiposity. These loci, in particular the DMP annotated to CPT1A, may play a role in adiposity across populations.
A potential limitation to our study is the use of blood samples as DNA methylation is tissue specific. However, several studies have shown moderate to strong correlations between blood tissue DNA methylation and other tissue types such as subcutaneous fat [49] . Specifically, the methylation level of gene CPT1A showed cross-tissue agreement between blood and adipose tissue in previous studies [14] . Another limitation to our study is that due to the cross-sectional nature of our study, we cannot make statements about causality. A recent meta-analyses showed that changes in DNA methylation were rather the consequence of adiposity than the cause [49] . Evidence from intervention studies strengthens this notion. For example, a study on weight loss found 432 DMPs before dietary intervention of which 15 DMPs remained at the end of the intervention when participants had lost weight [60] . Other studies have shown that DNA methylation changes induced by a high-fat diet can be partly reversed after a 6-8-week washout period [61] . The DMPs we identified also seemed the result of adiposity given the biological plausibility of the genes involved. A possible limitation of the present study is the possibility that some of the hits reported are due to genetic (e.g. SNPs) rather than epigenetic variation. Unfortunately, we do not yet have GWAS SNP data on the RODAM cohort that would allow us directly test this hypothesis. Furthermore, we observed some inflation in evaluation of QQ plots (Additional file 1: File S2). However, methods for inflation correction (Additional file 1: File S3) did not substantially improve model fitting nor did it alter our results regarding the DMPs identified. The results of this EWAS should be confirmed in follow-up studies to disentangle the etiological role of DMPs we identified. These follow-up studies should include translational research as well as a characterization of the role of environment versus genetics in observed DNA methylation findings.
Conclusions
In conclusion, we report the first EWAS on adiposity among sub-Saharan Africans. Notably, we found three DMPs or loci (CPT1A, NLRC5 and BCAT1) that showed epigenome-wide significance with both obesity and abdominal obesity. Translational studies and longitudinal study designs are warranted to determine the role of these DNA methylation variants in the high burden of adiposity among sub-Saharan Africans.
